and Bacillus subtilis (yndH in Z99113) that have recently been cloned and shown to confer resistance to fosfomycin (3, 10) . It is also more than 50% identical to predicted products of uncharacterized open reading frames found in the genomes of Chromobacterium violaceum (fofB/CV0163 in AE016910) and Nostoc species (AP003588). An alignment of some of these proteins is shown in Fig. 1 . The level of identity between these proteins and the conservation of a number of key amino acids (2) suggest that the cassette gene is likely to confer resistance to fosfomycin.
A second cassette-encoded open reading frame, designated orf"i", predicts a protein that is 37.9% identical to ORF1 (Fig.  1 ). This cassette lies within a class 1 integron from P. aeruginosa (cassette at positions 2193 to 2654 in GenBank accession no. AY029772) (6) , and the same open reading frame is also found in an integron in Pseudomonas putida (AY065966). The orf"i" product is 34.6 and 39.1% identical to FosA and FosB, respectively. It is also colinear with and more than 50% identical to products of open reading frames found in the genomes of Mesorhizobium loti (mlr3345 in AP003001), Listeria monocytogenes (mlo1702 in AL591981), Listeria innocua (lin1810 in AL596170), Brucella suis (BRA0578 in AE014554), and Brucella melitensis (BMEII0689 in AE009704). The genes from M. loti and L. monocytogenes have recently been cloned and designated fosX because they confer significant levels of resistance to fosfomycin (4). Thus, it is likely that orf"i" also determines resistance to fosfomycin.
FosA, FosB, and FosX confer resistance to fosfomycin by adding glutathione, L-cysteine, or a hydroxyl group, respectively, to the oxirane ring of this antibiotic, rendering it inactive (see references 2, 3, 4, and 10 and references therein).
